In the solid state, alcohols generally form hydrogen-bonded networks resulting in a variety of ring, chain, or helix structures (Brock & Duncan, 1994) . The hitherto unknown title compound, 1,2,3,4-tetramethylcyclopen-2-ene-1,4-diol, was obtained in minor quantities (less than 5% isolated yield) in the form of colorless crystals during a preparation of 1,2,3,4-tetramethylcyclopentadiene according to the literature (Fendrick et al., 1988) . The structure of the title compound is shown in Figure  1 . Dimensions are available in the archived CIF. Especially notable is the hydrogen-bond network in the crystal structure.
The title compound, C 9 H 16 O 2 , crystallizes with two molecules in the asymmetric unit. The structure displays intermolecular O-HÁ Á ÁO hydrogen bonding.
Related literature
For related literature, see: Etter (1991) ; Brock & Duncan (1994) ; Fendrick et al. (1988) .
Experimental
Crystal data C 9 H 16 O 2 M r = 156.22 Monoclinic, P2 1 =c a = 13.006 (3) Å b = 10.5279 (16) Å c = 13.892 (2) Å = 107.257 (10) V = 1816.6 (6) Å 3 Z = 8 Mo K radiation = 0.08 mm À1 T = 133 (2) K 0.45 Â 0.28 Â 0.07 mm
Data collection
Bruker SMART CCD diffractometer Absorption correction: none 20936 measured reflections 5532 independent reflections 3876 reflections with I > 2(I) R int = 0.048 Refinement R[F 2 > 2(F 2 )] = 0.048 wR(F 2 ) = 0.142 S = 1.03 5532 reflections 223 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.41 e Å À3 Á min = À0.23 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Data collection: SMART (Bruker, 1997) ; cell refinement: SAINT (Bruker, 1997) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: XP5 in SHELXTL (Sheldrick, 2008) ; software used to prepare material for publication: SHELXL97.
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Supplementary data and figures for this paper are available from the IUCr electronic archives (Reference: BT2745). Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq O1 0.16035 (7) 0.34338 (9) 0.59028 (7) 0.0255 (2) 
0.0289 (5) 0.0282 (5) 0.0219 (4) −0.0072 (4) 0.0112 (4) −0.0031 (4) O2 0.0267 (5) 0.0570 (7) 0.0158 (4) −0.0163 (5) 0.0073 (4) −0.0031 (4) C1 0.0231 (6) 0.0341 (7) 0.0202 (6) 0.0010 (5) 0.0056 (5) 0.0049 (5) C2 0.0199 (6) 0.0263 (6) 0.0171 (5) −0.0033 (5) 0.0058 (4) 0.0005 (4) C3 0.0188 (6) 0.0260 (6) 0.0205 (6) −0.0037 (5) 0.0061 (5) 0.0017 (5) C4 0.0226 (6) 0.0274 (6) 0.0243 (6) −0.0055 (5) 0.0095 (5) −0.0036 (5) C5 0.0208 (6) 0.0402 (7) 0.0173 (6) −0.0091 (5) 0.0061 (5) −0.0010 (5) C6 0.0216 (6) 0.0397 (8) 0.0278 (7) −0.0046 (5) 0.0106 (5) −0.0011 (5) C7 0.0316 (7) 0.0343 (7) 0.0265 (7) 0.0029 (6) 0.0067 (6) 0.0063 (6) C8 0.0442 (9) 0.0363 (8) 0.0449 (9) 0.0000 (7) 0.0229 (7) −0.0084 (7) C9 0.0297 (7) 0.0629 (11) 0.0264 (7) −0.0213 (7) 0.0055 (6) −0.0049 (7) 
